-Sequence alignment of the primase-polymerase domain indicating the two mutated aspartates inside the green background in the DXD motif and the third catalytic asparte are highlighted by green arrows. The histidine involved in nucleotide binding is highlighted with a magenta arrow. Figure 2. -Structure guided sequence alignment of the AAA+ domains of the eukaryotic and archaeal members of the MCM family including BcMCM. The positions of the Walker A, Walker B motifs, arginine finger, sensor 1 and 2, the helix-2 insert, presensor 1 and 2, are highlighted. α-helices and β-strands are depicted as coils or arrows respectively. Strictly conserved residues are highlighted in filled red boxes, semi conserved residues are colored in red; mutated residues are highlighted in filled green boxes. Similarity across groups is shown according to ESPript 2. ssDNA. (B) The GST-BcMCM protein displays ATPase activity using the assay described for the wild type and mutants in the manuscript materials and methods. The ATPase activity is stimulated by the presence of ssDNA (C and D) GST-BcMCM also depicts helicase activity with different substrates using the helicase assay described in materials and methods. GST-BcMCM was titrated from 0.5 to 2 µM. 
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